Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.004 Å; R factor = 0.064; wR factor = 0.170; data-to-parameter ratio = 18.0.
In the molecule of the title compound, C 12 H 20 N 4 O 2 , the dihydropiperidine ring assumes a half-chair conformation. In the crystal, cllassical N-HÁ Á ÁO and N-HÁ Á ÁN intermolecular hydrogen bonds link molecules into double chains along the a axis.
Related literature
For the synthesis and properties of related kinase inhibitors, see: Fancelli et al. (2005) ; Gadekar et al. (1968) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Comment
In our ongoing project aimed at the develpment of potential anticancer kinase inhibitors (Fancelli et al., 2005; Gadekar et al., 1968) , we have synthesized the title compound and report its crystal structure herein.
In the molecule of the title compound (Fig. 1) , bond lengths and angles are within the expected range. The dehydropiperidine ring assumes a half-chair conformation, with atoms N1 and C1 displaced from the C2-C5 mean plane by -0. 4493 (19) and 0.293 (3)° respectively. In the crystal packing (Fig. 2) , classical N-H···O and N-H···N intermolecular hydrogen bonds (Table 1 ) link molecules into double chains along the a axis.
Experimental
A mixture of tert-butyl 3-cyano-4-oxopyrrolidine-1-carboxylate (2.1 g , 10.0 mmol) and methylhydrazine (0.46 g , 10.0 mol) was dissolved in ethanol (50 ml) and stirred at room temperature for 12 hours to give a white precipitate of the title compound. Colourless block crystals suitable for X-ray diffraction were obtained in 5 days by slow evaporation of a methanol solution (15 ml) of 100 mg of the crude product.
Refinement
All H atoms were placed at calculated positions and refined as riding, with C-H = 0.96-0.97 Å, N-H = 0.86 Å, and with U iso (H) = 1.2U eq (C, N) or 1.5U eq (C) for methyl H atoms.
Figures Fig. 1 . The molecular structure of the title compound, showing the atomic numbering scheme. Displacement ellipsoids are drawn at the 30% probability level. 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. 
Refinement. Refinement of F

